Complete mitochondrial genome reveals the phylogenetic relationship of sable Martes zibellina linkouensis.
Over-hunting of the sable (Martes zibellina) in China since the 1950s has resulted in a dramatic decline of sable population size; and owing to effective conservation measures in recent years, sable populations in some areas are going through a rapid recovery. We first determined and annotated the whole mtDNA genome of the Lesser Khingan Mountains sable M. zibellina linkouensis to better understand the evolutionary relationship of this subspecies. The complete mitogenome is 16 460 bp in length, including 13 protein-coding genes, 22 tRNA genes, 2 rRNA genes, and 1 control region. We built the phylogenetic tree of three sable subspecies in Northeast China and other 10 species of Mustelinae.